The ability to generate whole genome data is rapidly becoming commoditized. For example, a mammalian sized genome (,3Gb) can now be sequenced using approximately ten lanes on an Illumina HiSeq 2000. Since lanes from different runs are often combined, verifying that each lane in a genome's build is from the same sample is an important quality control. We sought to address this issue in a post hoc bioinformatic manner, instead of using upstream sample or ''barcode'' modifications. We rely on the inherent small differences between any two individuals to show that genotype concordance rates can be effectively used to test if any two lanes of HiSeq 2000 data are from the same sample. As proof of principle, we use recent data from three different human samples generated on this platform. We show that the distributions of concordance rates are non-overlapping when comparing lanes from the same sample versus lanes from different samples. Our method proves to be robust even when different numbers of reads are analyzed. Finally, we provide a straightforward method for determining the gender of any given sample. Our results suggest that examining the concordance of detected genotypes from lanes purported to be from the same sample is a relatively simple approach for confirming that combined lanes of data are of the same identity and quality.
Introduction
Recent advances in sequencing throughput offer the ability to generate useful data from multiple individuals on a single run. For example, on the Illumina platform, multiple samples are typically separated into different lanes, and then combined together based on sample identity [1] . Other technologies have similar approaches to running multiple samples on a single run [2, 3] . While methods exist to ''barcode'' samples to confirm the downstream identity of the generated sequences [4] [5] [6] , this requires significant modifications to sample preparation methods and is more appropriate for pooling multiple samples in the same lane (socalled ''multiplexing''). Currently, no independent methods have been published to computationally determine if two lanes of data are from the same sample.
We sought to develop a validation approach that could be used without any upstream sample preparation modifications. The impetus for this work came from our increased use of the newly developed HiSeq 2000, which allows us to generate highcoverage (30X or greater) whole-genome data with approximately 10 lanes. This means we frequently run more than one human sample on a flowcell. Additionally, the Illumina workflow introduces a ''flowcell flip'' between the cBot cluster station and the HiSeq 2000 sequencing instrument, which requires samples to be initially loaded on to the flowcell in reverse order. This confusing and potentially error-prone step, combined with the ability to run two flowcells at once, increases the importance of verifying the identity of combined lanes, especially when a flowcell contains more than one sample from the same species (and thus simple reference genome alignment statistics cannot verify flowcell orientation).
Our approach relies on the inherent diversity in the human population; unrelated humans vary in roughly 1 out of 1000 bases [1, 7] . We propose that a sufficient number of genotype calls can be made with data from a single HiSeq 2000 lane, resulting in enough overlapping positions between any two lanes of data to produce an accurate concordance rate. Two lanes from the same individual should have a relatively high concordance rate, while two lanes from different individuals should have a lower concordance rate. We suggest that the difference in concordance rates can be used to accurately determine if two lanes of data are from the same library and of comparable quality.
In this paper, we show that there are enough data in a single HiSeq 2000 lane to produce genotype concordance rates between lanes from the same sample that do not overlap with concordance rates between lanes from different samples. We illustrate our findings by analyzing 24 lanes of HiSeq 2000 data from three different human samples. Our method proves to be robust even when different numbers of reads are analyzed. Finally, we also provide a straightforward method for determining the gender of a given sample.
Results
Before looking at the similarity of polymorphisms within the autosomes, one must first determine if the data from different lanes are from humans of the same gender. For this we identified a straightforward approach that examines the depth of coverage at specific ''well-behaved'' regions on the X and Y chromosomes (see Methods). Once the predicted gender matches between different lanes, a more robust and sensitive approach can then be applied to determine if the data from different lanes came from the same sample.
We first wanted to determine if there were sufficient data from a typical (circa fall 2010) single lane of HiSeq 2000 data to call genotypes in a subset of the human genome. Based on the LanderWaterman statistics [8] , we do not expect completely uniform read coverage across the genome, but rather there will likely be small regions of the genome with sufficient coverage for accurately calling genotypes (see Figure 1) . Indeed, from 24 lanes across three flowcells, we were able to call an average of 233 million autosomal genotypes per lane (see Table 1 ). There were also sufficient data to unambiguously determine the gender of each sample.
Using these datasets, we wanted to test the hypothesis that there exist a sufficient number of genotype comparisons between two different lanes to distinguish higher concordance rates, which result from lanes with the same sample, versus lower concordance rates, which result from lanes with different samples. To do this, we performed an all-by-all pair-wise lane comparison of genotypes; this allowed us to generate distributions of concordance rates for multiple same-and different-sample comparisons. For this experiment, we took all 24 lanes from the three flowcells listed in Table 1 , and performed 276 pair-wise lane comparisons. On average, there were 42 million positions compared between any two lanes.
The results of this analysis support our hypothesis that concordance rates can be used to distinguish same-sample versus different-sample comparisons with single lanes of HiSeq 2000 data ( Figure 2 ). Importantly, data from each type of comparison have tight non-overlapping distributions when considering all callable positions or variant (nonreference) callable positions (Figures 2A  and B ). Same-sample lane comparisons have the highest concordance rates and between-sample comparisons have the lowest concordance rates. Interestingly, the all-positions concordance rates between samples B and C have a distinct nonoverlapping distribution that is slightly more concordant than the other two different-sample comparisons (A-B and A-C) (Figure 2A) , which reflects the partial consanguinity (likely going back . 6 generations) that exists between these two individuals (T. Markello, personal communication). These results are also illustrated as a heat map ( Figure 2C ), which nicely distinguishes same-versus different-sample comparisons.
We noted some small fluctuation in the concordance rates across multiple same-sample lane comparisons, particularly among lanes with a greater difference in total numbers of genotype calls (e.g. the occasional outlier in Figures 2A or B) . To determine the extent to which the amount of data influences concordance rates of called genotypes, we performed two sets of comparisons between related and unrelated lanes by titrating sequenced reads. In the first set of comparisons, we kept the number of reads from one lane constant (at 140M reads) and varied the number of reads in the other lane in 20M read increments ( Figure 3A) . We also performed a series of comparisons whereby the number of reads was the same in both lanes, but varied between 40M and 140M reads, also in 20M read increments ( Figure 3B ). For the samesample comparisons, the number of reads had a minor effect on the resulting concordance rate. However, the change in concordance rate was larger for the different-sample comparisons. As more reads were used, we were able to better distinguish the different-sample concordance rate from the same-sample concordance rate. However, even with 40M reads in at least one sample, the concordance rates are sufficiently different between samesample vs. different-sample comparisons to accurately determine sample identity. We note that using more reads is preferable because it allows for increased resolution between the same-sample and different-sample comparisons.
Discussion
Here we show that it is possible to determine if two lanes of data generated on the HiSeq 2000 are from the same individual. In addition to providing a straightforward gender prediction method, we also leverage the natural variation in the human population to uniquely ''fingerprint'' a sample from a subset of genotypes that can be accurately called. Using this detected variation, we can accurately distinguish samples based on concordance rates between lanes from the same sample versus lanes from different samples. This analysis is robust even with different read counts in the lanes being compared, and it can distinguish samples where partial consanguinity exists. Our approach is not limited to HiSeq 2000 data and can be applied to data generated on any high throughput platform. We have found this relatively straightforward method extremely useful in validating that lanes that are combined come from the same individual. It is potentially a particularly useful approach for genomes where polymorphic loci are not known. It might also be useful to identify lanes of data with differing/lower qualities, which would have a negative impact on downstream analyses. As high throughput sequencing becomes commoditized, such an approach will be increasingly important for validating large sequencing datasets.
Methods

Data generation
All data were generated on an Illumina HiSeq 2000 using standard library preparation and sequencing protocols provided by the manufacturer. These genomes have been sequenced for other on-going research projects, and the raw sequence data will be published in its entirety elsewhere for those purposes. Sample A is an unrelated male of Caucasian descent. Samples B and C are Caucasian male and female respectively with known partial consanguinity going back several generations (T. Markello, personal communication).
Processed data needed to reproduce our results here are provided below. 100 base reads that pass the Illumina chastity filter and contain at least 32 bases with Phred-scaled qualities Q20 or greater were aligned to the hg18 reference sequence using BWA [9] with default parameters. To make genotype calls, we only consider reads with mapping qualities of Q30 or greater and positions within the read with base qualities of Q20 or greater. See Table 1 for a summary of the data used in these analyses.
Genotype calling
Genotypes on the autosomes were called with a Bayesian algorithm called MPG (for the Most Probable Genotype) [10] and only compared at positions where both lanes had an MPG score greater than or equal to 10 and had a confidence threshold, defined as the ratio of MPG to Q20-coverage, greater than or equal to 0.5. This latter filter scales the confidence measure of the genotype caller such that we require higher confidence at higher depths of coverage. We have found this eliminates a large fraction of erroneous genotype calls [11] . Concordance rates for each pair of lanes are provided as supplementary material at ftp://ftp.nhgri. nih.gov/pub/outgoing/elliott/plos_one/. The concordance rate Figure 2 . Concordance between lanes. Distributions of genotype concordance rates from same-and different-sample comparisons are nonoverlapping. The box plot in (A) shows the distributions of concordance rates when using all callable positions for all combinations of pairs of the three samples being analyzed. The x-axis denotes each pair being compared (A, B, and C, refer to the sample IDs in Table 1 ), and the y-axis represents the distribution of concordance rates for all pair-wise combinations of lanes representing the specific pair of samples on the x-axis. It is likely that the detected differences from same-sample comparisons (B-B, C-C, and A-A) arise solely from sequencing and genotyping error. The box plot in (B) is similar to (A), except that here only variant (nonreference) positions are considered. The symmetrical heat map in (C) summarizes the data from panel (A); the blue boxes represent low concordance rates and correspond to different-sample comparisons, while the yellow boxes along the diagonal represent high concordance rates and correspond to same-sample comparisons. Note that comparisons between samples B and C (gray boxes) are slightly more similar to each other than the other different-sample comparisons, but still sufficiently distinct from same-sample comparisons. This is expected given the known partial consanguinity between these individuals. doi:10.1371/journal.pone.0023683.g002
between the lanes was calculated as the number of concordant positions that met the thresholds in both lanes, divided by the number of total positions that met the thresholds in both lanes. Genotype calls that did not meet the above-described thresholds were not considered in concordance calculations.
Gender prediction
In order to easily determine if samples are male or female, we examined a number of genomes and identified representative regions on the X and Y chromosomes where coverage generally reflects the presence or absence of these chromosomes. Our methods for determining coverage, as well as the identity of these regions are provided in a shell script at ftp://ftp.nhgri.nih.gov/ pub/outgoing/elliott/plos_one/. 
